Supplemental Figure S1 . HIV-1 subtyping of Vif variants. A) Phylogenetic tree of 105 Vif variants with M (A to K including A1, A2, F1, and F2). B) Phylogenetic tree of 105 Vif variants with global subtype Vif B and Vif C reference sequences. Each reference sequence was labelled with subtype, followed by the country of isolation and accession number. Filled triangles represent B variants, filled circles represent C variants and filled rectangles represent B/C recombinants. The bootstrap probability (>60%, 1,000 replicates) was indicated with an asterisk (*) at the corresponding nodes of the tree and the scale bar represents the selection distance of 0.01 nucleotides per position in the sequence. Supplemental Figure S3 . Protein expression of Vif variants. Unprocessed original Scans of western blots with molecular size (KDa).
Supplemental Figure S4 . APOBEC3G degradation by Vif variants. Unprocessed original Scans of western blots with molecular size (KDa). 
